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e The Structure and Function of the Expressed Portion of the Wheat Genomes

Deletion Map of Triticum aestivum cv. Chinese Spring (Chromosome 6B)*

*Contained here are Candidate Loci
assigned to deletion bins based on
hybridization data from the mapping
laboratories as of January 2, 2002;

'_'—__._r Breakpoint Bin Assignment assignments require verification
i i G6BS-Sat from curators for each chromosome.

| :; .I CHLO14BE490604-2,4 £.0e-12 Arabidopsis thaliana AT4g17600VdI4835w gene, complete « £.02-42 hypothetical protein - Arabidop<is thaliana
u e L X CHLO31BEG3T311-3,4 @ ' Hordeum vulgare acetohydroxyacid synthase (AHAS) mRH  3.0e-77 (AF059600) acetohydroxyacid synthase [Hordeumn vulgare]
:.h SEn I —n_8 KRSUMZ2BE442721-4,6 & de-0¢ Arabidopsis thaliana putative MtH3 protein (MOM1.8VATSg, 4.02-32 (AF151726) putative MtH3-like protein [Diamthus caryophylh
(i Cr R TTTTE K5U012BE490604-2,4 &.0e-12 Arabidopsis thaliana AT4g17600VdI4835w gene, complete « 6.0e-49 hypothetical protein - Arabidopsis thaliana
I L - KSUNM9BE494139-1 ' Hordeum wvulgare mRHA for BAX inhibitor 1 {pBl-1 gene) 2.0e-75 (A J290421) BAX inhibitor 1 [Hordeum wulgare]
KSUN24BE499635-1 1.0e-04 Prunus armeniaca putative auxin-repressed protein mRHE 40207 {U93273) putative auxin-repressed protein [Prunus armeni
KSUD24BES0D7GE-2 &-105 |Hordeumn vulgare partial mRMA for small GTP-binding prot: 7.0e-4£3 (AF250327) small GTP-binding protein RACEP [Oryza sativa
KSUD2TBE495217-2,4 3.0e-04 Arabidop=sis thaliana 15.9 kDa subunit of RHA polymerase | 1.02-43 (AFM6511) 15.9 kDa subunit of RHA polymerage Il [Arabido
HDS043BF293402-2 0.02 Dro=sophila melanogaster, chromosome 3R, region 95E-951 1.0s-17 (AB018109) gene_id:K17H15.6~unknown protein [Arabidops
6 Bs -s a t HDS043BG274742-5 7.0e-37 Solanum tuberosum mRHA for plastidic ATPVADP-transpo 6.0e2-67 (APD02910) putative plastidic ATPVADP-transporter [Oryza :
TTUMTBE445952-3 1.0¢-50 Hordeum vulgare mRHA for ribosomal like-protein, clone 1 2 0z-60 (APD01389) ESTs AUDTFE7I(S167E),D40121(51678) correspor
TTUM4TBE495913-4 2877 Mus musculus 1 BAC RP23-337F12 (Roswell Park Cancer Ir 1.7¢77 hypothetical protein - garden agparagus
UCDO01BE405852-12 1.4 [Homo sapiens Xp2? bins 16-17 BAC GSHB-53MT (Genome  Z.0e-153 (ABD35183) H-hydroxycinnamoylvbenzoyitransferase [lpon
UCD0M YBE488501-3,5 { Triticum aestivum cell wall invertase (IVR3) mRHA, partial « 10267 beta-fructofuranosidase (EC 3.2.1.26}, cell wall - wheat (fra
UCDO3TBE498242-2 ¢ Hordeum wvulgare HSP70 mRHA, complete cds &-113 |dnaK-type molecular chaperone HSPT0 - barley
UCDO3TBE498351-1,4 1.0e-25 Arabidopsis thaliana putative hydroxypyruvate reductase | £.05-76 GLYCERATE DEHYDROGENASE (HADH-DEPEMDENT HYDROXYP
UCWO01BE398695-6 .15 Influenza A virug (AVSwinelindiana k035799 (H1H2)) polymerase subunit PB2 (PB2) gene, complete cds
UCWO01BE399996-7 7.0e-55 Triticum aestivum mRHA for alpha-gliadin storage protein, £.02-70 (A&J133605) alpha-gliadin [Triticum aestivum]
UCWO16BE496826-3,4 4.0e-53 Zea mays L-FHRII mRHA for ferredoxin, complete cds &.0e-53 FERREDOXIN--HADP REDUCTASE PRECURSOR (FHR)
UCWIO16BES17946-1 #1054 |Rice mRHA for serine carboxypeptidase-like protein Z.0e-55 SERINE CARBOXYPEPTIDASE Il PRECURSOR
UMHO1IBE442933-1 3.0e-17 Orobanche ramosa HADPH-dependent mannose b-phosph 4.0e-65 (AC006841) putative HADPH dependent mannose 6-phosph /— 6 Bs 5 0 7 6 1 0 5
6 B S -2 -3 1 3 05 - UHLO3GBF200529-2 .32 Human chromosome 14 DHA zequence BAC R-689.M9 of ik 7 .0e-47 {(AF223949) amidase [Arabidopsis thaliana] - | - [
, \ UHL048BE4949049-1,2 4.0e-25 Sorghum bicolor H-hydroxylating, multifunctional eytochra 4.02-74 CYTOCHROME P450 7941 (CYTOCHROME P450TYR) =orghun
* 6 B S 6 1 0 2 CHLODZIBE405227F-2 .36 Heliothis virescens ryanodine receptor (ryr) mBHA, partial 2.43 (ABD40407) elicitor inducible protein [Hicotiana tabacum]
- CHLO23IBF292168-2 0 Oryza =ativa calcium-dependent protein Kinase (COPE1)m &-129 (AF194413) calcium-dependent protein kinase [Oryza sativ
= KSU012BE443401-10 4 0e-63 Hordeum vulgare mBRMA for hypothetical protein, clone RG 3.02-54 (ACO03672) putative heme A: farnesyitransferase [Arabido
KSU019BE490365-3 4067 Z.mays CHX mRHA 2.0e-51 CALHEXIN HOMOLOG PRECURSOR
I — KSU019BE490584-1 @ Triticum aestivumn chlorophyll avb-binding protein WCAEB [ 2.0e-77 (UT3218) chlorophyll avb-binding protein WCAEB precursor |
_ KSU024BE498921-1 &-113 |Hordeum vulgare mRHA for putative kinetochore protein ( 6.02-50 (AJ277096) putative kinetochore protein [Hordeum vulgare
j KSU03SBE403562-1 @ Oryza sativa cope1 mBRHA for epsilon1-COP, complete cds . =176 (AF216853) epsilon-COP [Zea mays]
6 Bs 5 _0 7 6 - 1 0 5 -4 KSU035BE404384-2 0.02 Arabidopsis thaliana chromosome Il section 234 of 255 of 1 2.0e-51 (ACD04450) putative carboxyphosphonoenolpyruvate muta
L . \ KSUDI5SBE404723-2 1.2 |Homo sapiens 12p BAC RP11-625L16 {(Roswell Park Cancer 2 .0s-29 |(Z99707) RHA-binding like protein [Arabidopsis thaliana]
KSUOI5SBE406943-1 5.0e-¢5 Oryza sativa mRMA for elongation factor 1B gamma, compl 20235 ELONGATION FACTOR 1-GAMMA (EF-1-GAMMA) (EEF-1B GAl
HDS021BG313246-1 &- 113 | Triticum aestivum mBRNA for beta-fructosidase, partial CD¢ 2 .0=c4 probable vacuolar hydrolase (EC 3.2.1.-) - wheat (fragment
UCDO0MBE403519-4 7.0e-03 Arabidopsis thaliana chromo=ome Il gection 144 of 255 of 1 1.02-70 (ACDK06053) hypothetical protein [Arabidop=is thaliana]
UCD037BE485206-1 7.0e-64 Oryza sativa putative cycloartenol synthase (CAS1) mRHA, 71.02-50 (AF169966) putative cycloartenol synthase [Oryza sativa]l
UCWO01BE399163-1,3,5 £.0e-12 (wlU2.1)=U2 snRHA [Triticum aestivum=wheat, snRHA, 1941 5.6 hypothetical protein F14F4.1 - Caenorhabditis elegans tran
6 B S -5 0 - 7 6 / UCWO16BEG3 7T 38-3 Z.0e-27 Arabidopsis thaliana putative clathrin assembly protein 8.0e-52 (ACOD5169) putative clathrin assembly protein [Arabidopsi
c _6 Bs 5 _0 7 6 UMCO01BE399996-9 7.0e-55 Triticum aestivumn mRHA for alpha-gliadin storage protein, & 0:70 (AJ133605) alpha-gliadin [Triticum aestivum]
u UMCO3I2BF483595-5 2.0e-08 Triticum aestivum PST19 (P=t19), LRR19 (Lrr19), TAK19-1 (Tak19-1), and LRK19(Lrk19}) genes, complete cds
- - UMC055BF483884-3 1.0e-03 Arabidopsis thaliana genomic DHA, chromosome 3, P1 clol 20283 {ACD11693) putative casein kinase [Arabidop=is thaliana]
CHLO31BES00502-3 ¢ Barley acyl carrier protein Il (ACP Il mRHA, complete cds | 5.0¢-6¢ ACYL CARRIER PROTEIN lll PRECURSOR (ACP IIi) UMHO13BE443401-9 4.06-63 Hordeum vulgare mRHA for hypothetical protein, clone RG 3.0e-5¢ (ACD03672) putative heme A: farnesyltransferase [Arabido
CHLO31BF 4745111 1.fe-04 Arabidopsis thaliana IAA2 (MXC7.6) mRHA, complete cds | 2.0¢-21 (AF123503) Ht-laa4.1 deduced protein [Hicotiana tabacum] | UHLO36BES17715-1 £-125 Panicum miliaceumn mRHA for plastidic aspartate aminotra 3 0s-70 aspartate transaminase (EC 2.6.1.1) - proso millet
KSUMD2BE426401-4,5 0.39 Arabidops=sis thaliana chrumusnl:ne Il gection 207 of 255 of 1 2.0e-77 (ACDG9472) unkr_mwn prnt_em\; 3293-1369 [Arah_ldnpsm_thall \ UNLO53BG275060-1 f.06-05 Arabidopsis thaliana AIM1 protein (AIM1) gene, complete « 2.06-57 AIMA protein - Arabidopsis thaliana
KSUMM2BE442576-3 Z.0e-12 Mucor racemo=sug p-ghycoprotein gene, complete cds 1.00-55 (APOD2051) multidrug resistance p-ghycoprotein [Arabidop
KSUMIBE422743-2,3 2. 0e-6 Zea mays brittle-1 protein (bt1) mRHA, complete cds &.0e-25 BRITTLE-1 PROTEIN PRECURSOR
KSUDZ4BE497308-3 ¢ Wheat histone H4 gene 4. 0e-40 histone H4 [Triticum aestivum]
RSUNZ4BE499711-3 2253 Homo sapiens clone RP11-355K7, complete sequence dde-5¢ (AFIBTI2I) ATSQ2THMOVF21A20_120 [Arabidopsis thaliana]
KSU027BF482663-2 5.0e-12 Oryza sativa lipoxygenase (CM-LOX1) mRHA, partial cds 5.0e-30 probable lipoxygenase (EC 1.13.11.12) (clone H1) - potato
KSUD27BF482824-1 2.00¢ Datisca glomerata thiosulfate sulfurtransferase (TST) mRE 4.0e-39 (AF109156) thiosulfate sufurtransferase [Datisca glomeral
KSUO35BE403679-2 e-135 Oryza sativa aldehyde dehydrogenase (ALDH) mRHA, comy 1.0«-77 (AF323586) aldehyde dehydrogenase [Oryza sativa]
KSUD35SBE405828-1,3 .28 Human DHA sequence from clone LL22HC0M-116CE on chrg 2033 1SOFLAVYONE REDUCTASE HOMOLOG IRL induced - maize [£
KSUD3SBE445201-3 (.39 Arabidops=sig thaliana AT3g57880VT10K17_90 gene, complet| 7.0s-53 chorigmate mutase CM2 - Arabidopsis thaliana
KSUO3SBE459382-2 .24 Human DHA sequence from PAC 57A13 between markers | 2.0 16 (AB013389) containg similarity to ATP binding protein asso
c _6 Bs 5 _0 7 6 TTUO25BE406602-2 7.0e-16 Zea mays 405 ribosomal protein 524 mRHA, complete cds  5.0e-19 (AF298769) 405 ribosomal protein 524 [Zea mays]
_ TTUNZ25BE490604-1 &.de-12 Arabidopsis thaliana AT4g17600VdI4835w gene, complete « 6.0s-49 hypothetical protein - Arabidopsis thaliana
TTUMMTBE446153-3 .32 Shigella flexneri virulence plasmid pWwR50M1, complete seq 7039 (AF3IT0140) unknown protein [Arabidopsis thaliana]
UCDO29BE5SD0B18-2 4.0e-13 Arabidopsis thaliana mRHA for thiosulfate sulfurtransfera: 5.0e-55 (AF109156) thiosulfate sulfurtransferase [Datisca glomeral
UCDO3TBEGOGEES-3 2.032 Sorghum bicolor cytochrome P450 CYPTE1 (CYPTE1) mRl 6.0:-23 |[(AP0D2968) putative cytochrome P450 [Oryza satival
UCWO39BE445667-2 1.0e-09 Arabidop=is thaliana genomic DHA, chromosome 3, P1 clol 3.02-24 (ABD26653) protein Kinase-like protein [Arabidopsis thaliar -
O —_ UMH013BE443436-2 #-151 Oryza sativa genomic DHA, chromosome 2, clone:P0437HD: 3.0e-35 (AP000366) Similar to maize transposon MuDR mudrA-like H t I t t T h I n
. IEm L CE .J I UHLODZEBF200008-2 1.6 Pyrococcus horikoshil OT3 genomic DHA, 777001-994000 ml 2. de-14 (APD01073) Similar to Oryza =ativa gene for Pib. (AB0134438) ow o “ e rp re IS m a g e u
ak T - UNL002BF478914-7 0.016 Cicer arietinum clone CP4 unknown gene 1.06-10 (AB026839) Pi-b protein [Oryza sativa]
UHLO3GBES17705-2 4.0e-83 O.zativa osrddg3 gene 5.0e-53 r40g3 protein - rice B = I d t = t
UHLOIGBES18418-1 7.0e-09 Mug musculus, Sind-associated polypeptide 1§, clone MG 5.02-42 PROBABLE SIH3 ASSOCIATED POLYPEPTIOE P18 I n e “ I y
UHLOIGEF200667-7 1.0e-09 Sporobolus stapfianus mRHA for putative ghycine-rich prod &8¢ HYPOTHETICAL 24.6 KDA PROTEIN IH ALPA-GABD INTERGEHI
UHL044BF483580-2 2.06-0¢ Solanum tuberosum SRE1b (sre1b) mRHA, complete cds Locus ID e-vaive Best nucleic acid match (NCBI non-redundant database) e-vsive Best peptide match (NCBI non-redundant database)
UHL044BF484831-1 2.0e-05 Arabidop=sis thaliana chromosome 1 BAC F13MT sequence 7.0s-46 (ACDO04809) EST= gb|M65605, gb|H38087, gb|T20485, gb|T137:
UHLD44BG274514-11 & 147 Rice mRHA for ubiquitin protein fused to a ribosomal protd .00 ubiquitin ' ribosomal protein CEP52 - rice Sample Locus 1D : KSUO12BE406450-4,6 Mapping Laboratory Prefiz for Locus 1D :
UHLO048BE592027-1,4 5.0e-09 Arabidopsis thaliana DHA chromosome 4, BAC clone FI18A¢ 1.0e-46 (APO02968) putative cytochrome P450 [Oryza sativa] KSU : Mapping Laboratory Prefix CHL : Mark E. Sorrells, Comell University, lthaca, MY
UHLD53BF475000-2,5,7 i Zea mays translation initiation factor elF-44 mBHA, comple  &-7173 EUKARYOTIC IMITIATIOH FACTOR 44 (EIF-44) (EIF38) 012 : Mapping Laboratory Plate Identity CSU : Mora Lapitan, Colorado State University, Fort Collins
BE406450 ; MCEl Genbank Accession Mumber KSU : Bikram 3. Gill, Kansas State University, Manhattan
4,6 : Mumber designation of hybridizing band(s) MNDS : Shahryar F. Kianian, Morth Dakota State University, Fargo
L TTU : Henry T. Mguyen, Texas Tech University, Lubbock
_ UCD : Jan Dworak, University of California, Davis
UCW : Jorge Dubcaovsky, University of Calfomia, Davis
/ C'GBL3'0 36 UMC : J. Perry Gustafson, University of Missouri, Columbia
. UMHN : James A Anderson, University of Minnesota, Twin Cities
C c _c 6 B CHLOO1BE426401-4,5 .39 Arabidopsis thaliana chromosome Il section 207 of 255 of 1 2.0s-77 (AC0E9472) unknown protein'; 3293-1369 [Arabidopsis thali UNL : Kulvinder 5. Gill, University of Nebraska, Lincoln
CHLO31BE498480-2 3 Triticumn aestivum cytosolic glyceraldehyde-3-phosphate « 2.0:-22 (AF251217) eyto=olic glyceraldehyde-3-phosphate dehydro
u KSU0D1BE406602-2 2. 0e-16 Zea maye 4S5 ribozomal protein $24 mBRHA, complete cds 30219 (AF298769) 405 ribos=omal protein 524 [Zea mays]
- P e e— .ll KSUOD1BE443755-4 0.007 Dictyostelium discoideumn nucleoside diphosphate kinase & |[(AF202730) Hiemann-Pick type C1 dizease protein [Ornyctoli
o ':|: - _ KSUOD1BE443951-2 9.0e-36 Triticumn aestivum clone pEMB2T transposon Tn1721 homo 20245 hypothetical protein T14P8.6 - Arabidop=sis thaliana [Arabid
KSU0D2BE405200-4 1.5 Homo sapiens chromosome 5 clone CTB-70H11, complete 4.7 testis expressed sequence 14 [Homo sapiens]
o KSU012BE403421-1 5.0e-24 Maize gamma zein mRHA, partial cds 8.0e-55 (AF140219) nuclear cap-binding protein'; CBP20 [Arabidops
| KSU012BE405309-1 & Je-0¢ Genomic sequence for Arabidopsis thaliana BAC FIK23 frc 1.0=-57 (ACDOT508) F1IK23.1 [Arabidopsis thaliana]
u ::l | *ll KSU012BE406602-3 2.0e-16 Zea mays 405 ribosomal protein 524 mRHA, complete cds  3.0e-19 (AF298769) 405 ribosomal protein 524 [Zea mays]
: " Ll i i KSUOM9BE494381-4 2.0e-95 Oryza sativa genomic DHA, chromosome 4, BAC clone: B {.0e-57 (AF236369) prohibitin [Zea mays]
L SrTH KSU024BES001M104-5 2.1 Drosophila melanogaster genomic scaffold 1420000133860 2. 02-08 (D21813) ORF [Lilium longiflorum]
KSU024BEGD6502-5 .77 Human DHA sequence from clone RP1-130E4 on chromoso 0.83 pleckstrin homology domain-containing, family & (phosph
L— - “ KSU02¥BE404912-3,7 Z2.0e-43 Fea mays putative transcription repressor maize TRM pra 5.02-729 (AF142322) putative transcription repressor maize TRM pn
"k ] KSU02¥BES17T63-3 Z.0e-05 Hicotiana plumbaginifolia partial mBHA for RHA Binding Pra Z2.0=-0¢ RHA binding protein homolog - common tobacco (fragmen
KSU030BE459396-2 Z.0e-14 Arabidopsis thaliana protein Kinase (AFC2) mRHA, comple 20233 (AF234652) protein Kinase MKS [Mesembryanthemum crys
KSU035BE497393-3 4.0e-27 Rice mRHA for 3-deoxy-D-arabino-heptulosonate 7-phosph 2.0e-53 2-dehydro-3-deoxyphosphoheptonate aldolase (EC 4.1.2.15
UCDO0M1BE443755-3 0.007 | Dictyostelium discoideun nucleoside diphosphate kinase & (AF202730) Hiemann-Pick type C1 dizease protein [Oryctoli
UCD017BE405809-1 £.0e-05 Genomic sequence for Arabidopsis thaliana BAC FAK23 frc {.0e-57 (AC007508) F1K23.1 [Arabidop=is thaliana] 6 B L 5 -0 - 40 - 1 - 0 0
UCDo28BE426413-2 0 Zea mays mRMA for adenosine Kinase, putative 2.0e-27 (AJIM2281) adenosine Kinase [Zea mays]
UCDO29BE425967-3 Z2.0e-30 Athaliana mRHA for ATH1 protein kinase 3.0e-39 (ABO09052) protein kinase ATH1 [Arabidopsis thalianal CHLOD1BE405516-9 3.0e-05 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04: 1 0258 (ABIM9229) cucumisin-like serine protease’; subtilisin-like
UCDOITBE49TE00-6 5.0e-15 Arabidopsis thaliana AT5g504300MX122_15 mRHA, complet 2 0e-54 (AB012248) ubiquitin conjugating enzyme-like protein [Aral CHLDO1BE406380-2 .23 Homo sapiens 12 BAC RP11-173C20 (Roswell Park Cancer | 2.9 \nidogen 2; nidogen 2 {osteonidogen) [Homo sapiens]
c -6 B L 3 -0 n 3 6 UCW016BE497170-3,4 Z.0e-76 Oryza sativa 0sRPT1 mRHA for 265 proteasome regulatory 2 .0e-34 |(AB033535) 265 proteasome regulatory particle triple-a AT CHLO14BE403950-4,5 1.fe-04 Genomic sequence for Arabidopsis thaliana BAC FIN19frc & 100 (ACD09519) FIH19.11 [Arabidopsis thaliana]
UCWOI16BES18349-7  Triticumn aestivum plasma membrane intrinsic protein 2 {f &.0e-73 (AF139815) plasma membrane intrinsic protein 2 [Triticum CHLO14BE444726-3 9.0e-05 T.repens (Huia) mRHA for heat shock protein 70 2002 HEAT SHOCK COGHATE 70 KDA PROTEIN 1 (HSC70.1) thaliana
UMHO13BE444631-3 1.3 |Mesorhizobium loti, complete genome 2.0e-36 | (AB025639) dehydrogenase-like protein [Arabidopsis thalii CHLO14BE490226-1 3.0e-14 | Arabidopsis thaliana genomic DHA, chromosome 3, P1 clol 7.0e-77 (APD00419) zinc metalloprotease (insulinase family) [Arabi
UHLO3GBES18064-2 3005 M.erystallinum mRHA for ribosomal protein ¥YL16 1.8e-45 605 RIBOSOMAL PROTEIH L6 {YL16-LIKE) CHLO23BF482926-1 3.0e-72 Oryza sativa Scl1 protein (Scl1) mRHA, partial cds 4.0e-6{ Scl protein [imported] - rice (fragment}
UHLO3GEBF474493-2 .4 Pgeudomonas aeruginosa PAM, section 37 of 529 of the ¢ £.0:-75 pescadillo-like protein - Arabidopsis thaliana CHLO31BF202032-5 1.0e-12 Athaliana mRMA for 12-oxo-phytodienoate reductase 4.0e-62 probable 12-oxophytodienoate reductase (EC 1.3.1.42) CPR
CHLOMBGI14232-2 0062 Azotobacter chroococcum ORF, ORF2, ORF3, ORF4, and OR 1.02-09 hypothetical protein FEG3.40 - Arabidop=is thaliana
— CSUODMBE425287-2 0.4 Mesgorhizobium loti, complete genome 0.2 (AL163492) hypoothetical protein LTE7.06 [Leizshmania maji
_ CSUD4GBE4427321 42006  Mesorhizobium loti, complete genome 2.0e-55 (ACDGE602) F14016.29 [Arabidopsis thaliana]
c -6 B L 5 -0 n 40 CSUD46BE442920-2,4 2.0e-05 Arabidopsis thaliana DHA chromosome 5, BAC clone T19L¢ 5.0e-30 (ACO057T0) MtH3-like protein [Arabidopsis thaliana]
CSU046BE443342-2,3 2002 Arabidopsis thaliana chromosome | BAC FATF16 genomic ¢ 1.02-25 |[(AC051629) Unknown protein [Arabidop=sis thaliana]
UCWO39BE445642-3 1.0e-05 | Arabidopsis thaliana putative glycine cleavage system H-p 7.0¢-24 (ACO04667) glycine decarboxylase complex H-protein [Arat CSUD57BE490152-3 3.0e-23 Zea mays clone ZmMYBB2 R2R3MYB-domain protein mRHE 2.0e-50 | (ACDOTE94) Strong similarity to M4 protein gb Arabidopsis
KSU0MMBE403154-2 4.7 Arabidop=sis thaliana chromosome 1 BAC T2JM5 genomic £ 2012 (ACD2395) putative RING zinc finger protein [Arabidopsis1
1 AS —4’ S KSUDBE405507 -1 3.0e-05 Aegilops ventricosa partial rae? gene for resistance gene 3.0e-50 (AJ249948) resistance gene alike [Aegilops ventricosa]
6 B L 3 _0 3 6 _0 40 KSUOO1BE442908-2 20614 Zea mays beta-expansin 4 (expB4) mMRHA, complete cds | 2.0e-07 (AF332177) beta-expansin 4 [Zea mays]
. . KSUODMEBE443703-4 2.00% Human DHA sequence from clone RP1M11-330C15 on chromo 1.4 (AEDD3IE26) CGTT41 gene product [Dro=ophila melanogaste
6 B L -3 0 3 6 - 6 B L 3 -0 3 G .0 40 CSUDSTBE403422-2,4 2.0e-04 Arabidopsis thaliana genomic DHA, chromosome 5, TAC ¢ &.0s-52 (AB024032) contains similarity to pyridoxamine 5-phosphat KSU001BE443833-1 7.0e-50 Oryza sativa inorganic pyrophosphatase (IPP) mRHA, comg 4 0¢-¢2 (AF033629) inorganic pyrophosphatase [Oryza sativa]
u [ ] [ ] < KSUDMRE442924-7 0.007 Arabidopsis thaliana genomic DHA, chromosome 5, TAC clone:K6M13 KSUOD2BE403221-2 3.0e-32 Oryza sativa genomic DHA, chromosome 1, PAC clone:P00; 7 0z-52 hypothetical protein F41.8 - Arabidopsis thaliana
KSUDM?READ4354-1 §.0e-34 Arabidopsis thaliana mRHA for Succinyl-Cod-ligase beta s 2.0s-55 | succinate—-Cod ligase (ADP_-forming) (EC 6.2.1.5) beta chair KSU002BE405516-1,6 3.0e-05 Oryza sativa genomic DHA, chromosome 1, PAC clone:P03 1. 0255 (ABNM19229) cucumisin-like serine protease); subtilisin-like
6 B L _5 0 4 0 KSUO38BE444256-3 9.06-03 Arabidopsis thaliana DNA chromosome 5, BAC clone T4C1, 2.0¢-65 (AL392145) alcohol dehydrogenase-like protein [Arabidops KSUODZBE406380-3 ¢.23 Homo sapiens 12 BAC RP11-173C20 (Roswell Park Cancer | 2.9 nidogen 2 nidogen 2 (osteonidogen) [Homo sapiens]
] UMCD40BES90638-3 o | T.aestivurn rab158 mRHA 1.0e-16 \rab15B protein - wheat KSU002BE425207 -7 &.0e-05 Hicotiana tabacum (clone: L24-2) chloroplast ribosomal pro 3.02-3¢ (ABMM6ET9) 505 ribosomal protein L24, chloroplast precurs
UHL036BE196986-2 2.06-39 Ghycine max geranylgeranyl hydrogenase (Gghj and nodul 2.0s-30 (AF068686) geranylgeranyl hydrogenase [Glycine max] KSUD1 2BE403564-3,5 F.Oe-06 Arahidc!psis thaliana DHA t:hr_umus_mme 4, BAC clone FITL: 1.0e-73 splicing factor 3b, suhunit_z, 145_kl]'l.; sFliceusume associat
o UHLO3GBEA975T6-2 5.06-33 Oryza sativa photosystem |1 10 kDa polypeptide mRHA, cor 7.0¢-35 | photosystem Il 10K protein - rice KSUD1 2BE403950-3 1.0e-04 Genomic sequence for Arabidopsis t_hallana BJ_EC FAH19 frc =100 (AC009519) FIH19.11 [Arahldupms_thallana] : :
KSU0M 2BE407066-3,4 @067 Hordeum vulgare mRHA for hypothetical protein S.0e-22 (ACOD5322) EST= gb|H36249, gb this gene. [Arabidopsis tha
KSU012BE490200-2,3 S.0e-77 Zea mays ribosomal protein L29 (L29) mRHA, complete cd 2. 0247 (AF147725) ribos=omal protein L29 [Zea may=]
KSU012BE490226-1 3.0e-14 Arabidopsis thaliana genomic DHA, chromo=some 3, P1 clolr 7. 0277 (AP000419) zinc metalloprotease (insulinase family) [Arabi
KSU019BE442610-2 @ Triticum aestivum fimbrinyplastin-like mRHA, partial cds 2.004 SPERM HISTOHE P2 PRECURSOR (PROTAMIHE P2)
mm - KSU019BE442611-2 J.0e-05  Zea mays flavanone 3-beta-hydroxylase (fht) mBRHA, compl 5.0:-45 (ABD05241) leucoanthocyanidin diokygenase-like protein [J
KSU019BE499002-3 O Barley mRHA for dehydrin (dhn17) 2.0e-14 DEHYDRIH DHH3 (B17)
1 KSU024BE497888-2,6 1.0e-258 Rice mRHA for F1-ATPase (180 gene), partial sequence 9.0e-34 ATP SYHTHASE DELTA CHAIH, MITOCHONDRIAL PRECURSOR
| :; lI KSU024BE498092-2 5.0e-0¢ Arabidopsis thaliana unknown protein (AT4g30340) mRHA, 2. 0265 (ACO05T24) putative diacylghycerol kinase [Arabidopsis tha
E | — KSU024BE500453-1,3 7.02-29 | Z.mays mRHA for HMGe1 protein 1.02-26 high mobility group protein HMGe1 - maize
:-h o — KSUO24BES00686-3,5 1.0e-04 G.hirgsutum mRHA for omega-6 desaturase 1.0e-13 omega-6 fatty acid desaturase (EC 1.14.99.-) - parsley
A 1 snnnn KSU024BE500340-2 1.0e-33 Oryza =ativa chromo=some 3 BAC 05JHBalD26A15 genomic 71.0.-55 (AC034404) putative translation initiation factor [Oryza satin
L— T e KSU027BE490147-2 4 060 Fantedeschia aethiopica geranylgeranyl reductase mRHA, 7.0:-34 (AF068686) geranylgeramyl hydrogenase [Glycine max]
ol i 6 B L 5 -0 40 -0 7 9 KSUD2TBF385173-3 3.0e-63 Oryza =sativa small zinc finger-like protein (TIM13) mRHA, ¢ 1.02-13 MITOCHOHDRIAL IMPORT IHHER MEMBRAHE TRAHSLOCASE
u u KSUDI0BE4D3397-1 4.0e-87 Zea mays tonoplast membrane integral protein ZmTIP2-3  &.0e-70 (A J3I07662) putative aquaporin [Oryza sativa])
- KSUDZ0BEGDG6591-3 1.0e-87 Zea mays lysine-ketoglutarate reductazeVsaccharopine di 5.02-75 {(AF003551) lysine-ketoglutarate reductasevsaccharopine ©
UCDODBE443703-4 0.005 H,.lman I]H_A seq_uenf:e from clone I?F'I'I-EiSl]C'Iﬁ on chrumu 1.4 |(AEDD3E26) C_G??el'l QEI:IE product [I]_rusuphlla mf_:lanugaste KSUO30BF483643-1,5 £-134 Zea mays pyruvate dehydrogenase E1 alpha subunit RHA, 109 (AF069911) pyruvate dehydrogenase E1 alpha subunit [Zea
UCDOMBE443755-6 2.007 Dictyostelium discoideum nucleoside diphosphate kinase & (AF202730) Hiemann-Pick type C1 disease protein [Oryctol: KSUDISBEM357T-4 1.0e-¢0 H.uulgare mRHA for eytoplasmic glutamine synthetase £.0e-10 (AFDD3197) glutamine synthetase [Hevea brasiliensis]
KSU035BE404596-3,5,6,7 1.5 Homo sapiens chromosome 15 clone RP11-473C18 map 15 1.0¢-43 herbicide safener binding protein 1 - maize
KSU035BE404608-2 5.0e-712 Alfalfa nucleic acid binding protein (alfin-1) mRHA, compled 2 0255 nucleic acid binding protein [imported] - rice
KSU035BE406340-1 3.0e-04 Lolium perenne caffeic acid O0-methyltransferase (OMT2) 1 £.0s-45 caffeic acid O-methyltransferase-like protein - Arabidopsi:
KSU035BE497099-2,5,7 2027 Homo sapiens chromosome 21 segment HS21C102 £ 0e-47 (Y0ET26) MtH3 [Medicago truncatula]
KEU03SBE497 2131 J.le-70 Oryza sativa H protein subunit of glycine decarboxylase m 1.02-75 (AC025296) putative ghycine decarboxylase subunit [Oryza
KSUDIEBE442605-7 3.843 Streptomyces coelicolor cosmid D31 &.0e-31 (ACO05896) nodulin-like protein [Arabidopsis thaliana]
6 B L 5 _0 40 - 1 0 0 - KSU03SBE442681-2 #.026  Arabidopsis thaliana chromosome Il section 127 of 255 of | 5.02-54 (AJ011892) cyelin D2.1 protein [Hicotiana tabacum]
u u KSUO38EE443191-4 &- 115 | Triticum aestivum 70 kDa heat shock protein (TaHSPT0d) n 2 .0e-&2 [dnaK-type molecular chaperone hgp70 - rice (fragment)
KSU03SBE443643-1 3.0e-05 Lolium rigidum clone Lol-? putative cytochrome P450 mRH 3 0s-45 CYTOCHROME P450 §9A2 (CYPLEXXIX) (ATH 6-1)
KSUO038BE443711-4 1.4 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04 3.02-23 (APD02543) ghycolate oxidase subunit D-like'; D-lactate dely
KSU038BE443803-1,2,3 20253 Homo sapiens genomic DHA, chromosome 11q clone:RP11 Z.0e-13 | bacterial blight-resistance protein Xa1 - rice
KSU03EBE444279-3 5.4 Human DHA sequence from clone RPM1-442.17 on chromo: €.0¢-06 (AF201456) HAC2 [Arabidopsis thaliana]
HOS001BE443899-1 7.0e-80 Oryza sativa inorganic pyrophosphatase (IPP) mRHA, comf 4.0e-42 (AF093629) inorganic pyrophosphatase [Oryza sativa])
HOSO21BEGOT043-3 0.022 Arabidopsis thaliana gamma-tocopherol methyltransferas 3.0e-65 {AF104220) gamma-tocopherol methyltransferase [Arabidc
** 6 B L 6 0 7 9 HDS034BE403152-3 £.0e-30 Potato pyrophosphate-fructose 6-phosphate 1-phosphotr: 20253 PYROPHOSPHATE--FRUCTOSE 6-PHOSPHATE 1-PHOSPHOTRA
oF [ ] HDS034BE406590-3 .14 Homo sapiens chromo=zome 5 clone RP11-317024, comple 2.0e-24 (ACDH06569) putative HADH-ubiquinone oxireductase [Arabii
HDS034BE490704-2 8040 Siuberosum mRHA for aconitagevaconitate hydratase 2085 ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-L
HOS034BEGO6671-4,6 1.0e-04 Triticum aestivum WESR1 mRHA, partial sequence 4 0e-54 MTH3-like protein - Arabidop=sis thaliana
HDS043BF291907-2 2069 Homo sapiens angiopoietin-related protein 5 (ARP5), mRHI 5.02-35 | (US3179) unknown [Arabidopsis thaliana] unknown proteir
HDS043BF29197 41 2.35 Aspergillus nidulans delta-1-pyrroline-5-carboxylate dehyw 2.0¢-12 hypothetical protein SCHM2.22 - Streptomyces coelicolor A
HDS043BF293263-3,4,6 { Barley alpha-amylase type B isozyme mRHA, complete cds 1.0e-99 ALPHA-AMYLASE TYPE B IS0ZYME PRECURSOR (1,4-ALPHA-
TTUD25BE403950-3,4 1.0e-04 Genomic sequence for Arabidop=sis thaliana BAC FIN19 frc 100 {AC009519) FIH19.11 [Arabidopsis thaliana]
TTUO25BE490226-1 3.0e-14 Arabidopsis thaliana genomic DHA, chromo=some 3, P1 clol 7.02-77 (AP0D00D419) zinc metalloprotease (insulinase famiby) [Arabi
6 B L 6 -0 - 7 9 -1 - 0 0 TTUO47BE494616-2 .24 Homo gapiens BAC clone GS1-308H5 from 7p13-p11.2, com| 8.0e-25 (ACOT4360) hypothetical protein [Arabidopsis thaliana]
i UCD028BE426214-3 ¢ Taurgidum mRHA for ADPVATP carrier 4 0097 (X§0023) ATPUVADP carrier protein [Triticum turgidum]
* N I 6 B S - th - I - ENNRINNNRINNI] UCDOD1BEI06380-2 7.23 Homo sapiens 12 BAC RP11-173C20 (Roswell Park Cancer | 2.9 midogen 2% nidogen 2 (osteonidogen) [Homo sapiens] UCDO29BEGO6671-2,7,10 | 1.0¢-04 Triticumn aestivum WESR1 mRHA, partial sequence 4.06-54 MTH3-like protein - Arabidopsis thaliana
0 rl I I a I n I S I n e UMHO13BE4437 441 1.0e-7¢ Oryza sativa genomic DHA fragment, chromo=ome 2 1.0e-70 (AJ30TE62) putative protein [Oryza sativa] UCDO03TBE442546-4 3.0e-05 Genomic sequence for Arabidopsis thaliana BAC F2E2 fror 5.02-35 (UG4926) HTGPS [Hicotiana tabacum]
" UCWO16BE403564-2 7.0e-0¢ Arabidopsis thaliana DHA chromosome 4, BAC clone FITL: 7.02-72 splicing factor 3b, subunit 2, 145k0Y; spliceosome associat
e P E—— '|' UCWOR0BES18103-3 Z.0e-21 Pyrus pytifolia mRHA for senescencs-related protein, com 7.02-75 (ABMM4457) senescencs-related protein [Pyrus pyrifolia]
o ':|: - ** - " um . UCWI3IBE494354-1 .24 Pseudomonas aeruginosa PAD, section 485 of 529 of the 1 1.0-07 (ACD06202) putative chloroplast nucleoid DHA-binding prot
6 B L_ 6 h a S I nte rst It I a I d el etl 0 n UMCOMABES26174-1,3 2.0e-30 Hicotiana tabacum mRHA for beta-1,2-H-acetylglucosaminy 702 (Y16832) alpha-1,3-mannosyl-ghlycoprotein beta-1,2-H-acetyl
¥ UMCO055BF184678-6 2.0e-58 Oryza =ativa genomic DHA, chromosome 1, PAC clone:P04 1. 02-84 (ACD69471) sphingosine-1-phosphate rase, putative [Arab
1 :: ll UHLO01BE442908-1 4.0e-14 FZea mays beta-expansin 4 (expB4) mRHA, complete cds 2.0e-07 (AF332177) beta-expangin 4 [Zea mayg]
u - | UHLOD2BE426789-6 Q.007 Cricetulus griseus mRHA for RHA polymerase Il largest su 4.0e-47 |[(AF158634) Yrgal [Aeqgilops ventrico=sa)
:.h CEE I R UHLO0ZBE426790-6 .33 Bos taurus blue cone pigment protein mRHA, complete od 7.0e-09 (AF114171) disease resistance protein RPM1 homolog [Som
LRI d UHLOD2BF199788-3 &.Ue-50 Hordeum vulgare HBES-LBR type resistance protein (b7) ge 4.0¢-43 HBS-LRR type resistance protein - barley (fragment)
L_ Ll - UHLO36EBF200541-2 ¢ Pascopyrum smithii sucrosefructan 6-fructosyltransferas 6.0e-34 sucrose--fructan 6-fructosyltransferase (EC 2.4.1.-) large ¢
UHLO3G6EF201060-1,3 7.0e-71 Hordeum wulgare glutamine-dependent agparagine synthi 70223 (AFI07145) glutamine-dependent asparagine synthetase 1
ki ! UHLO44BF483998-1 .26 Mycobacterium tuberculosis COC1551, section 147 of 280 1.0e-05 hypothetical protein F10M23.10 - Arabidopsis thaliana
H UHLD48BE415453-2 0005 Arabidopsis thaliana AT3g58180VF9024_90 mRMA, complety 1.0s-52 (AF3T2878) AT3g58180VFID24_90 [Arabidopsis thaliana]
m1 1 - UHLO48BE495143-2,4 3.0e-05 Arabidopsis thaliana chromo=some Il gection 109 of 255 of 1 5.02-45 (AL161576) putative protein [Arabidopsis thaliana]
TN ek UHLO53BF293956-2,4 2.005 Homo sapiens chromosome 18 clone RP11-245A17, compl 3 .0e-64 (AC020859) T1H15.3 [Arabidopsis thaliana] deaminase from
R - UHLO053IBF475120-4 1.0e=17 Oryza =ativa genomic DHA, chromosome 1, PAC clone:P03: 50223 (ACHM6529) putative GDSL-motif lipaseVacylhydrolase [Aral
: o
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